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Sequence Listings: 

Applicant: Garvan Institute of Medical Research 
Title of Invention: NPY-Y7 Receptor Gene 

Prior Application Number: pp 4385 

Prior Application Filing Date: 1998-06-29 

Number of SEQ ID NOs : 5 
Software: Patentln Ver. 2.1 

SEQ ID NO: I 
Length: 14 
Type : PRT 

Organism: Artificial Sequence 
Feature: 

Other Information: Description of Artificial Sequence: N-terminal 

consensus sequence 

Sequence: 1 

Met Xaa Xaa Met Xaa Glu Lys Trp Asp Xaa Asn. Ser Ser GIu 
1 5 10 



SEQ ID NO: 2 
Length: 4 08 
Type: PRT 

Organism: Homo sapiens 
Sequence: 2 

Met Phe He Met Asn Glu Lys Trp Asp Thr Asn Ser Ser Glu Asn Trp 

15 10 15 

His Pro He Trp Asn Val Asn Asp Thr Lys His His Leu Tyr Ser Asp 

20 25 go 

He Asn He Thr Tyr Val Asn Tyr Tyr Leu His Gin Pro Gin Val Ala 

35 40 45 

Ala He Phe He He Ser Tyr Phe Leu He Phe Phe Leu Cys Met Met 
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50 

Gly Asn Thr Val 
65 

Thr Val Thr Asn 

Val Gly He Phe 
100 

Gly Trp Pro Phe 
115 

Gly He Ser Val 
130 

Asp Arg Phe Gin 
145 

Lys Thr Ala Phe 

lie Met Ser Pro 
180 

Tyr Arg Val Arg 
195 

Cys Arg Glu Asp 
210 

Val Leu Phe Ala 
225 

Met Tyr Gly Arg 

Thr Gly Arg Lys 
260 

Gin Lys He He 
275 

Ser Trp Leu Pro 
290 

Leu Ser Pro Asn 
305 

Ala His Trp Leu 

Gly Phe Phe Asn 
340 

Leu Gin Leu Cys 
355 



55 

Val Cys Phe He 
70 

Leu Phe lie Leu 
85 

Cys Met Pro He 

Gly Asn Thr Met 
120 

Ala Ala Ser Val 
135 

Cys Val Val Tyr 
150 

Val He He Met 
165 

Ser Ala Val Met 

Leu Asn Ser Gin 
200 

Trp Pro Asn Gin 
215 

Asn He Tyr Leu 
230 

He Gly He Ser 
245 

Asn Gin Glu Gin 

Lys Met Leu Leu 
280 

Leu Trp Thr Leu 
295 

Glu Leu Gin He 

310 

Ala Phe Gly Asn 
325 

Glu Asn Phe Arg 

Gin Lys Arg Ala 
360 



60 

Val Met Arg Asn 
75 

Asn Leu Ala He 
90 

Thr Leu Leu Asp 
105 

Cys Lys He Ser 

Phe Thr Leu Val 
140 

Pro Phe Lys Pro 
155 

He He Trp Val 
170 

Leu His Val Gin 
185 

Asn Lys Thr Ser 

Glu Met Arg Lys 
220 

Ala Pro Leu Ser 
235 

Leu Phe Arg Ala 
250 

Trp His Val Val 
265 

He Val Ala Leu 

Met Met Leu Ser 
300 

He Asn He Tyr 
315 

Ser Ser Val Asn 
330 

Arg Gly Phe Gin 
345 

Lys Pro Met Glu 



Lys His Met His 
80 

Ser Asp Leu Leu 
95 

Asn He He Ala 
110 

Gly Leu Val Gin 
125 

Ala He Ala Val 

Lys Leu Thr He 
160 

Leu Ala He Thr 
175 

Glu Glu Lys Tyr 
190 

Pro Val Tyr Trp 
205 

He Tyr Thr Thr 

Leu He Val He 
240 

Ala Val Pro His 
255 

Ser Arg Lys Lys 
270 

Leu Phe He Leu 
285 

Asp Tyr Ala Asp 

He Tyr Pro Phe 
320 

Pro He He Tyr 
335 

Glu Ala Phe Gin 
350 

Ala Tyr Thr Leu 
365 
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Lys Ala Lys Ser 
370 

Glu Ser Thr Phe 
385 

Ser Ala Glu Asn 



His Val Leu lie 
375 

Gin Asn Pro His 
390 

Pro Asn Arg Asn 
405 



Asn Thr Ser Asn 
380 

Gly Glu Thr Leu 
395 



Gin Leu Val Gin 

Leu Tyr Arg Lys 
400 



SEQ ID NO: 3 
Length: 405 
Type: PRT 

Organism: Mus musculus 



Sequence: 3 
Met Ser Thr Met 
1 

Asn His lie Trp 
20 

lie Asn lie Thr 
35 

Ala Val Phe lie 
50 

Gly Asn Thr Val 
65 

Thr Val Thr Asn 

Val Gly He Phe 
100 

Gly Trp Pro Phe 
115 

Gly He Ser Val 
130 

Asp Arg Phe Arg 
145 

Lys Thr Ala Phe 

He Met Thr Pro 
180 

Tyr Arg Val Arg 



Ser Glu Lys Trp 
5 

Ser Gly Asn Asp 

Tyr Val Asn Tyr 
40 

Ser Ser Tyr Leu 
55 

Val Cys Phe He 
70 

Phe Leu He Leu 
85 

Cys Met Pro He 

Gly Ser Ser Met 
120 

Ala Ala Ser Val 
135 

Cys Val Val Tyr 
150 

Val Thr He Val 
165 

Ser Ala He Met 
Leu Ser Ser His 



Asp Ser Asn Ser 
10 

Thr Gin His His 
25 

Tyr Leu His Gin 

Leu He Phe Val 
60 

Val He Arg Asn 
75 

Asn Leu Ala He 
90 

Thr Leu Leu Asp 
105 

Cys Lys He Ser 

Phe Thr Leu Val 
140 

Pro Phe Lys Pro 
155 

lie He Trp Gly 
170 

Leu His Val Gin 
185 

Asn Lys Thr Ser 



Ser Glu Ser Trp 
15 

Trp Tyr Ser Asp 
30 

Pro Gin Val Ala 
45 

Leu Cys Met Val 

Arg His Met His 
80 

Ser Asp Leu Leu 
95 

Asn He He Ala 
110 

Gly Leu Val Gin 
125 

Ala He Ala Val 

Lys Leu Thr Val 
160 

Leu Ala He Ala 
175 

Glu Glu Lys Tyr 
190 

Thr Val Tyr Trp 



WO 00/00606 




PCT/AU99/00523 



!95 200 205 

Cys Arg Glu Asp Trp Pro Arg His Glu Met Arg Arg lie Tyr Thr Thr 

210 215 220 

Val Leu Phe Ala lie He Tyr Leu Ala Pro Leu Ser Leu He Val He 
225 2 30 235 240 

Met Tyr Ala Arg He Gly Ala Ser Leu Phe Lys Thr Ala Ala His Cys 

245 250 255 

Thr Gly Lys Gin Arg Pro Val Gin Cys Met Tyr Gin Glu Lys Gin Lys 

260 265 270 

Val He Lys Met Leu Leu Thr Val Ala Leu Leu Phe lie Leu Ser Trp 

2 ?5 280 285 

Leu Pro Leu Trp Thr Leu Met Met Leu Ser Asp Tyr Thr Asp Leu Ser 

290 295 300 

Pro Asn Lys Leu Arg He He Asn He Tyr He Tyr Pro Phe Ala His 
305 3 10 315 320 

Trp Leu Ala Phe Cys Asn Ser Ser Val Asn Pro He He Tyr Gly Phe 

325 330 335 

Phe Asn Glu Asn Phe Arg Asn Gly Phe Gin Asp Ala Phe Gin He Cys 

340 345 350 

Gin Lys Lys Ala Lys Pro Gin Glu Ala Tyr Ser Leu Arg Ala Lys Arg 

355 3 6 o 365 

Asn He Val He Asn Thr Ser Gly Leu Leu Val Gin Glu Pro Val Ser 

370 375 380 

Gin Asn Pro Gly Gly Glu Asn Leu Gly Cys Gly Lys Ser Ala Asp Asn 

385 390 395 400 

Pro His Arg Asn Pro 

405 



SEQ ID NO: 4 
Length: 1903 
Type : DNA 

Organism: Homo sapiens 
Sequence: 4 

ctcgagatcc attgtgctct aaaggcctcc 
cacgcctggc taattttttt gtatttttag 
tggtctccat ctcccgacct cgtgatccac 



tgagtagctg ggactacagg cgcccgccac 60 
tagggacggc gtttcactgt gttagccaga 120 
ccacctcggc ctcccaaagt gctgggatta 180 
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caggcgtgag accgcgcccg gccaatttcc 

- w^^^^^wwyu. 

gacatacaag aaacatcaaa aagattgaat 
tgactgctat gttcatcatg aatgagaaat 
ccatctggaa tgtcaatgac acaaagcatc 
tgaactacta tcttcaccag cctcaagtgg 
tcttcttttt gtgcatgatg ggaaatactg 
atatgcacac agtcactaat ctcttcatct 
gcatattctg catgcctata acactgctgg 
acacgatgtg caagatcagt ggattggtcc 
cgttagttgc aattgctgta gataggttcc 
tcactatcaa gacagcgttt gtcattatta 
tgtctccatc tgcagtaatg ttacatgtgc 
actcccagaa taaaaccagt ccagtctact 
tgaggaagat ctacaccact gtgctgtttg 
ttgtcatcat gtatggaagg attggaattt 
gcaggaagaa ccaggagcag tggcacgtgg 
tgctcctgat tgtggccctg ctttttattc 
tgctctcaga ctacgctgac ctttctccaa 
acccttttgc acactggctg gcattcggca 
tcttcaacga gaatttccgc cgtggtttcc 
aaagagcaaa gcctatggaa gcttataccc 
catctaatca gcttgtccag gaatctacat 
ataggaaaag tgctgaaaac cccaacagga 
taacagcagt gagatttaaa aagagctagt 
tatttaaatc cattgctttt tgtggctttg 
taaaacattt actgaaagcc ctctctggca 
aagatcataa acaatcttat gttgtataaa 
tgaataaata tatttctaga gaacagttaa 

SEQ ID NO: 5 
Length: 1228 
Type: DNA 

Organism: Mus musculus 



tttcttagtt 


gcctctgccc 


acctcttctc 


240 


tyCyaadtta 


ggaty'LLcia t 


ta tagctttt 


300 


gtcttaataa 


gagtgaagca 


tgtagatcag 


360 


gggacacaaa 


ctcttcagaa 


aactggcatc 


420 


atctgtactc 


agatattaat 


attacctatg 


4 80 


cagcaatctt 


cattatttcc 


tactttctga 


540 


tggtttgctt 


tattgtaatg 


aggaacaaac 


600 


taaacctggc 


cataagtgat 


t ta ctagutig 


660 


acaacattat 


agcaggatgg 


ccatttggaa 


720 


agggaatatc 


tgtcgcagct 


tcagtcttta 


780 


agtgtgtggt 


ctaccctttt 


aaaccaaagc 


840 


tgatcatctg 


ggtcctagcc 


atcaccatta 


900 


aagaagaaaa 


atattaccga 


gtgagact ca 


960 


ggtgccggga 


agactggcca 


aatcaggaaa 


1020 


ccaacatcta 


cctggctccc 


ctctccctca 


1080 


cactcttcag 


ggctgcagtt 


cct cacacag 


114 0 


tgtccaggaa 


gaagcagaag 


atcattaaga 


1200 


tctcatggct 


gcccctgtgg 


actctaatga 


1260 


atgaactgca 


gatcatcaac 


atctacatct 


1320 


acagcagtgt 


caatcccatc 


atttatggtt 


1380 


aagaagcttt 


ccagctccag 


ctctgccaaa 


1440 


u « c* y v_> l> ci a 


Ti — * ft 4— ^— j.— 

oagccaLgug 


ct cataaaca 


1500 


ttcaaaaccc 


tcatggggaa 


accttgcttt 


1560 


attagtgatg 


gaagaattaa 


aagaaactac 


1620 


gtgataatcc 


taactctact 


acgcattata 


1680 


cacttcaaat 


ttttcaaaga 


atgttctaaa 


1740 


aaaaaattaa 


aaataaacaa 


aaatggtcat 


1800 


aatacgtaga 


gtgacttaga 


catgtttgca 


1860 


aaaaaaaaaa 


aaa 




1903 
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Sequence: 5 

atgtccacca Lyeiy^yagaa atgggactca 
agtggcaatg atacacagca tcactggtat 
tatctccacc agccccaagt ggcagctgtc 
ttgtgcatgg tgggaaatac tgtcgtttgc 
acagtcacta atttcttgat cttaaacctt 
tgtatgccta tcacattgct ggacaacatc 
tgcaagatca gtgggctggt gcaagggata 
gcaatagctg tggacagatt ccgctgtgtg 
aagacagcct ttgtcacgat tgtgatcatc 
tctgcaataa tgttacatgt acaagaagaa 
aataaaacca gcacagtcta ctggtgtcgg 
atctatacca cggtgctatt tgccatcatc 
atgtatgcaa ggattggggc ttccctcttc 
cgtccagtgc agtgcatgta tcaagagaaa 
gccctccttt tcatcctttc ctggcttccc 
actgacctgt ctcctaacaa actgcgtatc 
tggctcgcct tctgcaacag cagtgtcaac 
tttcgcaatg gtttccaaga tgctttccag 
gcctattccc tgagagcgaa acgcaacata 
gaaccggtgt ctcaaaaccc aggtggggaa 
ccacacagga atccttgata gaggaatg 
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aaagctggaa 


tcacatctgg 


60 


i-uaya L-ct i~ i~cl 




tgtgaactac 


12 0 


t~ t~ r** a -J- /- » /-f /—» 4— 
U- L. l^d LCdy (J L 


cctacctcct 


gatctttgtc 


180 


^ ^ La l i— y l. y ct 


t aaggaa t ag 


acacatgcac 


24 0 


y — a ua a y L. y 


a +~ +~ ^ f* +~ s-+ 4- 

a LULactyyt. 


tggaatattc 


300 


at'anranna i~ 

c* y \_ a y y ci V_ 


/-T /-I ^ "U- +- — , 

ygecattegg 


aagcag catg 


j 60 


L' — ay l. ty LUU 


+— +»* ^t* 4-» 4— 4— 

cLLCcgtctt 


caccttggtt 


420 


ci hrf"a /~* z*"' 4- 
y ULLa^Ut^LL 


ttaagccaaa 


gctcactgtc 


480 




ccat cgecat 


tatgactcca 


540 


U W Ci d — 


gtgtgagact 


cagctcccac 


600 


Ci net ^ cf nrt <- 
yayyau L.yy t 


caagacacga 


aatgaggagg 


660 


tatcttgetc 


ctctctcact 


cattgttatc 


720 


aagacggcag 


cacactgcac 


aggcaagcag 


780 


cagaaggtca 


teaagatget 


gctgactgtg 


840 


ctgtggaccc 


tgatgatget 


ctcagactat 


900 


atcaacatct 


acatctaccc 


tttcgcccac 


960 


cctattattt 


atggattctt 


taatgaaaat 


1020 


atetgecaaa 


agaaagecaa 


gccccaggaa 


1080 


gtcataaaca 


catcgggcct 


gctggtgcag 


1140 


aatttgggat 


grggaaaaag 


tgcagacaat 


1200 
1228 



